For models with gamma distributed rates and/or a proportion of invariant sites, a uniform (0.05,50) prior and a uniform (0,1) prior, respectively, were assumed. All Markov chain Monte Carlo (MCMC) analyses in MrBayes were conducted using Metropolis coupling with 20 or more parallel chains. Swap rates between adjacent chains were considered adequate if they exceeded 20%. For each analysis, at least 5 independent MCMC runs that were each iterated at least 5.0 × 10 7 times were conducted until MCMC convergence was reached. A burn-in of at least 500 samples was removed, and the remaining samples from all independent runs were combined to construct majority rule consensus phylograms. MCMC convergence was assessed using the CODA package in R (R Development Core Team 2007). As a further test of convergence, the medians of the posterior distributions of model parameters for each locus were compared to maximum likelihood estimates computed using PAUP to ensure their close agreement (Table S2) . Table S1 . Overview of the genetic, location, and ultrastructural evidence used to reclassify the Juan de Fuca (JdF) bathymodioline specimens examined in this study. COI: Cytochrome c oxidase; ND4: NADH dehydrogenase subunit 4; TEM: Transmission electron microscopy images showed bacteriocytes with coccoid bacteria that appeared to be extracellular; −: not determined Table S2 . Primers for host and symbiont genes examined in this study. Polymerase Chain Reaction (PCR) conditions: initial denaturation for 5 min at 98°C; 30 cycles of 10 s at 98°C, 30 s at annealing temperature, 1 min at 72°C; extension for 10 min at 72°C. PCR mixture: 1X HF buffer (Finnzymes), 0.2 mM dNTPs, 0.5 mM each primer, 1 unit of Phusion DNA polymerase (Finnzymes 
18S
Small subunit rRNA 1F -5'-TAC CTG GTT GAT CCT GCC AGT AG-3'
3R -5'-AGG CTC CCT CTC CGG AAT CGA AC-3' ~450 49 (Giribet et al. 1996) 3F -5'-GTT CGA TTC CGG AGA GGG A-3'
18Sbi -5'-GAG TCT CGT TCG TTA TCG GA-3' ~1000 49 (Giribet et al. 1996) ; (Giribet et al. 1999) 18S2 -5'-ATG GTT GCA AAA GCT GAA A-3' 9R -5'-GAT CCT TCC GCA GGT TCA CCT AC-3' ~800 49 (Giribet et al. 1999) ; (Giribet et al. 1996) 
Symbiont

16S
Small subunit rRNA
27F -5'-AGA GTT TGA TCM TGG CTC AG-3'
1492R -5'-TAC GGY TAC CTT GTT ACG ACT T-3'
~ 1500 50 (Weisburg et al. 1991) Table S3. Best-fit models and phylogenetic model parameters for host and symbiont gene analyses. p i = equilibrium frequency of nucleotide base i; k = transition/transversion (ts/tv) rate ratio; R(i) = general timereversible rate matrix parameterized as in PAUP v.4.0; I = proportion of invariant sites; a = gamma (G) shape parameter; all Bayesian estimates are the median of the marginal posterior distribution. 
